Vitality and survival rate of grape seedlings are crucial factors affecting quality of vineyards. There is no comprehensive study describing accurate evaluation of dormant grapevine seedlings' vitality and survival rate. The purpose of this study was to explore the possibility of using molecular information to evaluate viability and survival rate of dormant seedlings before transplanting. After bare roots treatment, 1-5 day expression levels of six HKGs in four buds of tetraploid Kyoho grape (Vitis labruscana: V. labrusca × V. vinifera) seedlings were detected by (Sq.) RT-PCR and qRT-PCR for calibration of the molecular method. The results revealed that HKGs expression indicates vitality and survival of plant, higher expression was strongly linked to higher vitality and survival rate, lower expression was associated with lower vitality, and lowest expression was significantly associated with lowest vitality and survival rate. Moreover, DNA and RNA quality can superficially determine seedling qualities. Finally, the survival rate of the seedlings produced in Juxian-Shandong, Laixi-Shandong, Huailai-Hebei, Suizhong-Liaoning, Changli-Hebei, Guanxian-Shandong, and Zhangjiagang-Jiangsu was 100.00%, 100.00%, 100.00%, 100.00%, 100.00%, 87.77%, and 93.33%, respectively. In conclusion, molecular technique is potential approach for promoting gene information to estimate vitality and survival rate of dormant grape seedlings and might contribute to viticulturists' efforts.
Introduction
Grape (Vitis vinifera L.) is globally recognized as high-value crop, and table grapes are considered a major horticultural crop of China due to its Chinese origin [1] . Chinese vineyards cover an area of approximately 0.79 million hectares in 2014, and the grape industry has developed robustly in recent past years; China ranks second, contributing 34% to the table grape production globally [2] [3] [4] . Kyoho (Vitis labruscana) grape is a tetraploid and hybrid cultivar V. labrusca x V. vinifera [5] , which is mainly famous for its large-sized berry, excellent delicious taste, and economically one of the famous grape cultivars in China [6] . This valuable crop suffers severe economic losses by environmental factors, particularly lower temperature during dormancy [7, 8] . Therefore, the aforementioned highlighted remarks may convince researchers to turn their research direction toward grapes modification perspectives [9] . 
DNA and RNA Quantification and Quality Analysis of the Treated Seedlings
Quality and quantity of DNA and RNA extracted from the four parts of dormant grape seedlings treated 0-5 days of bare roots were examined. In the control group, the quality of DNA and RNA in all buds' tissues was great in size and shape, and its optical visualization was similar to each other. After one day of treatment, 1st, 2nd, and 3rd buds' DNA and RNA integrity were better, the main bands were clear and milky white, OD 260 / 280 , 260 / 230 , and concentration was higher. However, 4th bud's main bands were darker; OD 260 / 280 was 1.18, 1.19 and OD 260 / 230 was 1.03, 0.93, which indicated poor quality of DNA and RNA. After two days treatment, the 1st and 2nd bud's integrity, purity, and optical density revealed better quality and its color was white, but the 3rd and 4th bud's DNA and RNA quality was poor, OD was lower, and color of the main bands were darker. After three days treatment, 1st bud's purity and quality showed better condition of the bands, whereas the 2nd, 3rd, and 4th buds revealed more degradation and low concentration; thus, their bands were also not clear. After four-and five-day treatments, the DNA and RNA quality, purity, and integrity of all four buds intimated poor quality, bands were dark, and OD and concentrations were lower in all the buds. Thus, DNA and RNA showed poor quality as shown in Tables 1 and 2 and Figures 2 and 3 . Additionally, the results indicated that DNA and RNA quality is associated with the seedling quality. Therefore, the presence and absence of DNA and RNA and its quality and quantity measurement can be used as a new criterion to assess quality of dormant grape seedlings superficially prior planting in the field. DNA Quantification using spectrophotometric measurement of UV absorption at wavelengths 230, 260, and 280 nm. DNA purity was determined by OD Values ratio OD 260: OD 280 and OD 260: OD 230 (n = 3). The concentration was calculated using formula, DNA concentration (µg/mL) =OD. RNA Quantification by spectrophotometric measurement of UV absorption at wavelengths 230, 260, and 280 nm. RNA purity was determined by the OD Values ratio OD 260: OD 280 and OD 260: OD 230 (n = 3). The concentration was calculated using formula RNA concentration (µg/mL) =OD. RNA Quantification by spectrophotometric measurement of UV absorption at wavelengths 230, 260, and 280 nm. RNA purity was determined by the OD Values ratio OD 260: OD 280 and OD 260: OD 230 (n = 3). The concentration was calculated using formula RNA concentration (µg/mL) =OD. 
Expression Analysis of HKGs for Evaluation of Seedlings Vitality and Survival Rate
The expression of six HKGs in four buds of dormant grape seedlings during their declining vitality and survival was analyzed by (Sq.) RT-PCR and qRT-PCR. The results exhibited differences in the expression level of the HKGs, different lower expression trends were observed while the vitality was decreased from upper to lower part of the seedlings respectively. Moreover, higher expression of HKGs showed higher survival of the seedlings. The results also showed that the expression level of HKGs was closely related to the vigor and viability of grape seedlings, which might be used to diagnose vitality and survival rate of grape seedlings.
The expression level of Actin, GAPDH, UBQ, EF1r, Tubulin, and 18s rRNA genes in 1 st bud determined by (Sq.) RT-PCR and qRT-PCR, shown in Figure 4 and 5, were higher in control, which showed higher vitality and survival rate. After one day treatment, the expression level of HKGs was high which presented higher survival rate and low vitality, and the expression level was significantly (p < 0.05) decreased gradually after two and three days of treatment which showed lower vitality and survival rate. However, after four days of continuous treatment, the expression was obviously decreased and no expression was observed after five-day treatment and seedlings were not survived as result. 
The expression level of Actin, GAPDH, UBQ, EF1r, Tubulin, and 18s rRNA genes in 1st bud determined by (Sq.) RT-PCR and qRT-PCR, shown in Figures 4 and 5, were higher in control, which showed higher vitality and survival rate. After one day treatment, the expression level of HKGs was high which presented higher survival rate and low vitality, and the expression level was significantly (p < 0.05) decreased gradually after two and three days of treatment which showed lower vitality and survival rate. However, after four days of continuous treatment, the expression was obviously decreased and no expression was observed after five-day treatment and seedlings were not survived as result. 
The expression level of Actin, GAPDH, UBQ, EF1r, Tubulin, and 18s rRNA genes in 1 st bud determined by (Sq.) RT-PCR and qRT-PCR, shown in Figure 4 and 5, were higher in control, which showed higher vitality and survival rate. After one day treatment, the expression level of HKGs was high which presented higher survival rate and low vitality, and the expression level was significantly (p < 0.05) decreased gradually after two and three days of treatment which showed lower vitality and survival rate. However, after four days of continuous treatment, the expression was obviously decreased and no expression was observed after five-day treatment and seedlings were not survived as result. Expression level of HKGs in 2 nd bud showed in Figure 6 and 7 was significantly (p < 0.05) decreased gradually after one and two days treated of bare roots condition which showed lower vitality of buds, and clearly significant (p < 0.05) decreased after three-days of treatment which exposed lower survival of the seedlings. However, lowest expression was seen after four days of treatment, which indicated plant death, whereas no expressions were detected after five-day treatment, consequently. Expression level of HKGs in 2nd bud showed in Figures 6 and 7 was significantly (p < 0.05) decreased gradually after one and two days treated of bare roots condition which showed lower vitality of buds, and clearly significant (p < 0.05) decreased after three-days of treatment which exposed lower survival of the seedlings. However, lowest expression was seen after four days of treatment, which indicated plant death, whereas no expressions were detected after five-day treatment, consequently. Expression level of HKGs in 2 nd bud showed in Figure 6 and 7 was significantly (p < 0.05) decreased gradually after one and two days treated of bare roots condition which showed lower vitality of buds, and clearly significant (p < 0.05) decreased after three-days of treatment which exposed lower survival of the seedlings. However, lowest expression was seen after four days of treatment, which indicated plant death, whereas no expressions were detected after five-day treatment, consequently. Expression level of HKGs in 2 nd bud showed in Figure 6 and 7 was significantly (p < 0.05) decreased gradually after one and two days treated of bare roots condition which showed lower vitality of buds, and clearly significant (p < 0.05) decreased after three-days of treatment which exposed lower survival of the seedlings. However, lowest expression was seen after four days of treatment, which indicated plant death, whereas no expressions were detected after five-day treatment, consequently. In the 3rd bud, the expression level of HKGs gradually decreased after one day treated of bare roots condition which revealed low vitality, and significantly (p < 0.05) decreased after two and three In the 3 rd bud, the expression level of HKGs gradually decreased after one day treated of bare roots condition which revealed low vitality, and significantly (p < 0.05) decreased after two and three days of treatment showed lower vigor and lower vitality. However, no survival was seen in the buds while there was no expression of HKGs after treatment of four and five days as shown in Figure In the 4 th bud, the expression level of HKGs obviously significant (p < 0.05) decreased after one day treated of bare roots condition resulted in death of the buds. No expression was seen after three to five days of treatment. Moreover, the seedlings survival decreased with increasing number of bud death from upper to lower part respectively as shown in Figure 10 In the 3 rd bud, the expression level of HKGs gradually decreased after one day treated of bare roots condition which revealed low vitality, and significantly (p < 0.05) decreased after two and three days of treatment showed lower vigor and lower vitality. However, no survival was seen in the buds while there was no expression of HKGs after treatment of four and five days as shown in Figure In the 4 th bud, the expression level of HKGs obviously significant (p < 0.05) decreased after one day treated of bare roots condition resulted in death of the buds. No expression was seen after three to five days of treatment. Moreover, the seedlings survival decreased with increasing number of bud death from upper to lower part respectively as shown in Figure 10 In the 4th bud, the expression level of HKGs obviously significant (p < 0.05) decreased after one day treated of bare roots condition resulted in death of the buds. No expression was seen after three to five days of treatment. Moreover, the seedlings survival decreased with increasing number of bud death from upper to lower part respectively as shown in Figures 
Verification of Molecular Evaluation of Treated Seedlings Vitality and Survival Rate using Field Data
Growth parameters were observed at 10, 20, and 30 Days after First Bud Burst (DAFBB). The results revealed that bud survival rate, shoots length, and number of leaves per shoot were gradually decreased and bud burst time was delayed from 1-5 days, after bare roots treatment from upper to lower part, respectively. After one day treatment, no bud burst was seen in the upper part, and, although the other lower buds survived, shoot length and number of leaves per shoot decreased compared to control from upper to lower parts of the seedlings. After two days of treatment, 1 st and 2 nd bud showed growth but no bud burst was seen in 3 rd and 4 th buds, indicating that dehydrated buds showed no growth. After three days of treatment, three upper buds of the seedlings died while the lower bud was survived. However, bud burst was delayed, shoot length was shorter and number of leaves was fewer compared to control group. Finally, after 4-5 days treatment, all the buds died and no bud burst was seen, representing that the seedlings were completely died and viability was not observed. Seedling vitality (shoot length and number of leaves per shoot) decreased with increasing number of died buds from upper to lower part of the seedlings. Finally, the survival rate on daily base treatment from 0 to 5 was 100.00%, 85.55%, 75.55%, 51.11%, 2.22%, and 0.00%, respectively, as shown in Figure 12 and Table 3 . 
Verification of Molecular Evaluation of Treated Seedlings Vitality and Survival Rate Using Field Data
Growth parameters were observed at 10, 20, and 30 Days after First Bud Burst (DAFBB). The results revealed that bud survival rate, shoots length, and number of leaves per shoot were gradually decreased and bud burst time was delayed from 1-5 days, after bare roots treatment from upper to lower part, respectively. After one day treatment, no bud burst was seen in the upper part, and, although the other lower buds survived, shoot length and number of leaves per shoot decreased compared to control from upper to lower parts of the seedlings. After two days of treatment, 1st and 2nd bud showed growth but no bud burst was seen in 3rd and 4th buds, indicating that dehydrated buds showed no growth. After three days of treatment, three upper buds of the seedlings died while the lower bud was survived. However, bud burst was delayed, shoot length was shorter and number of leaves was fewer compared to control group. Finally, after 4-5 days treatment, all the buds died and no bud burst was seen, representing that the seedlings were completely died and viability was not observed. Seedling vitality (shoot length and number of leaves per shoot) decreased with increasing number of died buds from upper to lower part of the seedlings. Finally, the survival rate on daily base treatment from 0 to 5 was 100.00%, 85.55%, 75.55%, 51.11%, 2.22%, and 0.00%, respectively, as shown in Figure 12 and Table 3 . Higher expression of HKGs exposed higher vitality and survival rate; high expression revealed low vitality and high survival rate, whereas its lower expression indicated lower vitality and survival rate. In addition, death of all buds in the seedlings exposed no expression of HKGs (Table 3 and Figure 4, 6, 8, and 10 ). However, seedlings quality can be roughly evaluated by DNA and RNA quality and quantity analysis (Figure 2 and 3) . We randomly evaluate the four buds of purchased seedlings by qRT-PCR, it can accurately determine possible growth level and survival rate at dormant stage, the seedlings with 4, 3, 2, and 1 alive buds indicated 100%, 85.55%, 75.55%, and 51.11% survival rate, respectively. Meanwhile, the bud burst time was later and shoot length was shorter in the seedlings with low survival rate from upper to lower part respectively (Table 3) . To conclude, qRT-PCR technique is accurate and rapidly applicable for evaluation of the seedlings' vitality and survival rate at dormant stage prior planting in the field and could avoid time consuming. This technique will open a new window for horticulturists to evaluate all deciduous fruits' seedlings vitality and survival rate at dormant state.
Practical Usage of Molecular Techniques to Evaluate Vitality and Survival Rate Differences of Dormant Grape Seedlings Produced in Different Areas

DNA and RNA Quantification and Quality Analysis
DNA and RNA integrity were assessed extracted from four buds of dormant grape seedling tissues within three replicates produced in seven different geographical regions, 1% agarose gel electrophoresis patterns showed that bands of the buds' tissues produced in ZJ had lower quality, less brightness, and some dispersion phenomena with the partial decline of viability of seedlings; DNA and RNA similarly seemed to be partially damaged compared to seedlings produced in GS. Quality of seedlings produced in GS was lower according to OD260/OD280 and OD260/OD230 compared to SL, CH, and HH seedling tissues. Bands of the bud tissues produced in JS and LS were clearer, its OD260/OD280, OD260/OD230, and integrity were best compared with the seedlings produced in SL, CH, and HH, respectively as shown in Table 4 and 5 and Figure 13 
Strategy to Pre-Evaluate Survival of Dormant Seedlings Early in Winter
Higher expression of HKGs exposed higher vitality and survival rate; high expression revealed low vitality and high survival rate, whereas its lower expression indicated lower vitality and survival rate. In addition, death of all buds in the seedlings exposed no expression of HKGs (Table 3 and Figure 4 , Figure 6 , Figure 8 , and Figure 10 ). However, seedlings quality can be roughly evaluated by DNA and RNA quality and quantity analysis (Figures 2 and 3) . We randomly evaluate the four buds of purchased seedlings by qRT-PCR, it can accurately determine possible growth level and survival rate at dormant stage, the seedlings with 4, 3, 2, and 1 alive buds indicated 100%, 85.55%, 75.55%, and 51.11% survival rate, respectively. Meanwhile, the bud burst time was later and shoot length was shorter in the seedlings with low survival rate from upper to lower part respectively (Table 3) . To conclude, qRT-PCR technique is accurate and rapidly applicable for evaluation of the seedlings' vitality and survival rate at dormant stage prior planting in the field and could avoid time consuming.
This technique will open a new window for horticulturists to evaluate all deciduous fruits' seedlings vitality and survival rate at dormant state.
Practical Usage of Molecular Techniques to Evaluate Vitality and Survival Rate Differences of Dormant Grape Seedlings Produced in Different Areas
DNA and RNA Quantification and Quality Analysis
DNA and RNA integrity were assessed extracted from four buds of dormant grape seedling tissues within three replicates produced in seven different geographical regions, 1% agarose gel electrophoresis patterns showed that bands of the buds' tissues produced in ZJ had lower quality, less brightness, and some dispersion phenomena with the partial decline of viability of seedlings; DNA and RNA similarly seemed to be partially damaged compared to seedlings produced in GS. Quality of seedlings produced in GS was lower according to OD 260 /OD 280 and OD 260 /OD 230 compared to SL, CH, and HH seedling tissues. Bands of the bud tissues produced in JS and LS were clearer, its OD 260 /OD 280 , OD 260 /OD 230 , and integrity were best compared with the seedlings produced in SL, CH, and HH, respectively as shown in Tables 4 and 5 and Figures 13 and 14 . Table 4 . DNA analysis of four buds in dormant Kyoho grapes produced in different regions. 
DNA Analysis of Four Buds in Different Regions' Seedlings
Region of Seedlings Production
Pre-Verification of Seedling Vitality and Survival Rate by qRT-PCR
We analyzed the cDNA tissue samples of four buds of Kyoho dormant grape seedlings, which were produced under normal conditions in seven different geographical regions of China, we also analyzed the expression level of 6HKG (Actin, GAPDH, UBQ, EF1r, Tubulin, and 18srRNA). The results showed that the expression level of HKGs in 1 st bud of seedlings produced in SL, CH, HH, JS, and LS was significantly higher compared to ZJ and GS indicated higher survival rate of the seedlings. The expression level of 1 st , 2 nd , and 3 rd buds of the seedlings produced in JS, LS was higher compared to SL, CH, and HH seedlings indicated higher vitality (shoot length and number of leaves per shoots). The expression level of HKGs in the 3 rd and 4 th bud of ZJ, GS was significantly (p < 0.05) lower compared to seedlings produced in SL, CH, and HH indicated low vitality and low survival rate of the seedlings. Expression level of HKGs in 3 rd and 4 th buds of GS was significantly (p < 0.05) lower compared to SL, CH, and HH, indicated lower survival rate and lower vitality. The lowest significant (p < 0.05) level of HKGs expression was observed in 4 th bud of seedlings produced in ZJ, which indicated the lowest survival rate and lowest vitality among all as shown in Figure 15 
We analyzed the cDNA tissue samples of four buds of Kyoho dormant grape seedlings, which were produced under normal conditions in seven different geographical regions of China, we also analyzed the expression level of 6HKG (Actin, GAPDH, UBQ, EF1r, Tubulin, and 18srRNA). The results showed that the expression level of HKGs in 1st bud of seedlings produced in SL, CH, HH, JS, and LS was significantly higher compared to ZJ and GS indicated higher survival rate of the seedlings. The expression level of 1st, 2nd, and 3rd buds of the seedlings produced in JS, LS was higher compared to SL, CH, and HH seedlings indicated higher vitality (shoot length and number of leaves per shoots). The expression level of HKGs in the 3rd and 4th bud of ZJ, GS was significantly (p < 0.05) lower compared to seedlings produced in SL, CH, and HH indicated low vitality and low survival rate of the seedlings. Expression level of HKGs in 3rd and 4th buds of GS was significantly (p < 0.05) lower compared to SL, CH, and HH, indicated lower survival rate and lower vitality. The lowest significant (p < 0.05) level of HKGs expression was observed in 4th bud of seedlings produced in ZJ, which indicated the lowest survival rate and lowest vitality among all as shown in Figures 15 and 16 . To conclude, higher expression of HKGs in four buds of dormant grape seedlings showed higher survival rate and higher vitality, as indicated in JS and LS regions seedlings (100%); higher expression of 1 st bud; and high expression of 2 nd , 3 rd , and 4 th buds, indicating higher survival rate and low vitality as specified in the seedlings produced in SL, CH and HH, low expression of 1 st bud and lower expression of 2 nd , 3 rd , and 4 th bud, respectively, designated lower vitality and lower survival rate as per seedlings produced in GS and ZJs' seedlings exposed 93.33% and 87.77% survival rate respectively. To conclude, higher expression of HKGs in four buds of dormant grape seedlings showed higher survival rate and higher vitality, as indicated in JS and LS regions seedlings (100%); higher expression of 1st bud; and high expression of 2nd, 3rd, and 4th buds, indicating higher survival rate and low vitality as specified in the seedlings produced in SL, CH and HH, low expression of 1st bud and lower expression of 2nd, 3rd, and 4th bud, respectively, designated lower vitality and lower survival rate as per seedlings produced in GS and ZJs' seedlings exposed 93.33% and 87.77% survival rate respectively. 
Verification of the Accuracy of Pre-analyzed Seedling Survival Rate using Field Data
To confirm molecular evaluation of the seedlings' vitality and survival rate, the growth performance of four buds (shoot length and number of leaves per shoot) in the seedlings was 
Verification of the Accuracy of Pre-analyzed Seedling Survival Rate Using Field Data
To confirm molecular evaluation of the seedlings' vitality and survival rate, the growth performance of four buds (shoot length and number of leaves per shoot) in the seedlings was observed on days 10, 20, and 30, after first bud burst (FBB). First bud shoot length and its number of leaves in the seedlings produced in SL, CH, HH, JS, and LS were significantly higher compared to the 1st bud of seedlings produced in ZJ and GS, survival rate of the seedlings was also high in SL, CH, HH, JS, and LS compared to seedlings produced in ZJ and GS. Growth performance of the 2nd, 3rd, and 4th buds of the seedlings produced in JS, LS were significantly higher compared to SL, CH, and HH, which exhibit higher vitality as it was indicated in molecular examinations. The growth and survival rate of the 2nd, 3rd, and 4th buds in the seedlings produced in GS were significantly lower compared to the seedlings produced in SL, CH, and HH. Finally, the lowest significant growth and survival rate of the seedlings were observed according to field data in the seedlings produced in ZJ compared to all. The survival rate of the seedlings produced in SL, CH, HH, JS, LS, ZJ, and GS were 100%, 100%, 100%%, 100%%, 100%%, 87.77%, and 93.33%, respectively, as presented in Figure 17 and Table 6 . Remarkably, the growth performance showed similar results to molecular evaluation and confirmed accuracy of the techniques which can rapidly and accurately evaluate vitality and survival rate of the grape seedlings at dormant stage prior planting in the field. observed on days 10, 20, and 30, after first bud burst (FBB). First bud shoot length and its number of leaves in the seedlings produced in SL, CH, HH, JS, and LS were significantly higher compared to the 1 st bud of seedlings produced in ZJ and GS, survival rate of the seedlings was also high in SL, CH, HH, JS, and LS compared to seedlings produced in ZJ and GS. Growth performance of the 2 nd , 3 rd , and 4 th buds of the seedlings produced in JS, LS were significantly higher compared to SL, CH, and HH, which exhibit higher vitality as it was indicated in molecular examinations. The growth and survival rate of the 2 nd , 3 rd , and 4 th buds in the seedlings produced in GS were significantly lower compared to the seedlings produced in SL, CH, and HH. Finally, the lowest significant growth and survival rate of the seedlings were observed according to field data in the seedlings produced in ZJ compared to all. The survival rate of the seedlings produced in SL, CH, HH, JS, LS, ZJ, and GS were 100%, 100%, 100%%, 100%%, 100%%, 87.77%, and 93.33%, respectively, as presented in Figure 17 and Table 6 . Remarkably, the growth performance showed similar results to molecular evaluation and confirmed accuracy of the techniques which can rapidly and accurately evaluate vitality and survival rate of the grape seedlings at dormant stage prior planting in the field. 
Discussion
Modern molecular biology provides researchers with abundant HKGs information; however, access to this information for use as internal reference genes for quantitative analysis of gene expression is limited. Therefore, the novelty of this research is application of HKGs information for estimation of vitality and survival rate of grape seedlings at dormant state. Previously, survival rate and vitality of deciduous fruits seedlings were evaluated by long time growing trial; we applied molecular techniques to estimate dormant grape seedling vitality and survival rate rapidly and accurately.
DNA-based diagnostic detection provides an ideal method for detecting infections rate in public health [38, 39] . DNA exists relatively after cell death, but its quality is lower than that of living cells [40] . In addition, gel electrophoresis is one of the standard methods to separate and identify the purity of DNA fragments, which is a simple and fast technique which can distinguish DNA fragments from mixtures [41, 42] . In this study, the seedlings tissues that were alive and healthy showed milky white color and no degradation of the bands were observed. After bare roots treatment, the quality and integrity of DNA, as well as its viability, were gradually decreased; DNA was severely degraded with the decreasing of seedling survival, causing irreversible damage in the DNA (Table 1 and Figure 2 ). In addition, the DNA of four buds of dormant grape seedlings produced in different Chinese geographical regions exposed a clear DNA band, high integrity without dispersion, and degradation, indicating better quality compared to the seedlings with low quality (Table 4 and Figure 13 ).
RNA quality is determined by its purity and integrity [43] , which are important for meaningful downstream experiments [44] . As a nucleic acid, RNA is widely used for protein synthesis and gene expression patterns in different plants [44] . High-quality RNA will show a typical expression, whereas low-quality RNA affects PCR amplification and influences the reliability of qRT-PCR [45] . It is well known that the quantity and quality of RNA affects gene expression by qRT-PCR, and low-quality RNA affects the results of downstream applications [46] . Moreover, low-quality RNA may be due to cell degradation, cell death, dehydration, and/or cell structure damage [47] [48] [49] . High integrity RNA and cDNA synthesis will show normal expression of HKGs genes in qRT-PCR [50] . In the present study, the seedlings tissues that were alive and healthy showed clear two bands of RNA, milky-white color, and no contamination and degradation of the bands was observed. After bare roots treatment, the quality and integrity of RNA as well as the vitality and survival rate of seedlings gradually decreased in different buds of seedlings in a time-based manner from upper to lower parts, respectively (Table 2 and Figure 3 ). In addition, four bud tissues of dormant grape seedlings produced in different areas exposed two clear bands (18S and 28S) of RNA with high integrity without dispersion and degradation, which displayed high percentage of survival rate in contrast to the low survival rate of the seedlings after planting in the field ( Table 5 and Figure 14 ). It is anticipated that DNA and RNA quality assurance technologies will be productive benchmark method for the determination of seedling viability and survival rate measurement in near future, and will be used for scientific research and arbitration in production disputes over seedling quality.
At present, physiological indicators are using enormously for seedling quality evaluation, which required complex and expensive equipment, time-consuming, and most of them need active growth of seedlings [51] [52] [53] [54] . RT-PCR can detect the presence of nucleic acids and enumerate bacterial strains [55, 56] . Molecular techniques such as PCR, qPCR, and viability PCR are widely used in public health to diagnose virus infection and detect micro-organisms [57, 58] . Detection of gene expression is an important tool to study biological processes [50] . HKGs are most stable genes and are important for cellular survival and basic cellular functions, and may show stable expression during the treatments in molecular biology researches in alive plants [50, 59, 60] . qPCR method can differentiate between viable and nonviable bacteria in environmental water samples [61] . Rapid viability detection of Bacillus anthracis (spore-forming, Gram-positive bacterium; the causative agent of the zoonotic disease) can be performed by qPCR [62] [63] [64] . In this study, we used HKGs expression to estimate vitality and survival rate of the dormant grape seedlings; the technique was more accurate, rapid, and applicable in the dormant state. Normal expression of housekeeping genes in four buds were observed in vigorous dormant seedlings, and, with decreasing viability, gene expression decreased gradually from upper to lower parts, respectively, whereas there were no detection and expression of HKGs in death parts of the seedlings (Figures 4, 6, 8 and 10 ). Moreover, different expression patterns of HKGs in four buds of the seedlings produced in different areas indicated different survival rate and vitality, the technique is more suitable and applicable in dormant state (Figures 15 and 16) .
Seedling quality and morphological growth can be measured on the base of shoot growth and length [13] [14] [15] 65] . One of the main reasons for poor germination and establishment of bare-root deciduous plants is the dehydration pressure during and post-harvest in the nursery, and dehydration may occur at other times before planting [66] [67] [68] . Bud is the most appropriate organ to determine the dehydration status of seedlings, and the hydration status during dormancy has a significant correlation with the growth potential and survival of plants [21] . Dehydration tolerance in dormant grape seedlings is associated to root size [67] . We confirmed our pre evaluation of the treated seedlings vitality and survival rate using growth data, similarity of growth data to molecular evaluation indicated strength and accuracy of our methods ( Table 3 ; Figures 1 and 12) . Differences of vitality and survival rate of the seedlings produced in different regions were evaluated by growth and morphological specifications after planting to approve the strength of molecular evaluation ( Table 6 ; Figure 17 ). The aforementioned results indicate that molecular techniques were accurate and applicable methods to measure the vitality and survival rate of dormant grape seedlings rapidly and accurately prior planting in the field.
Materials and Methods
Plant Materials and Growth Condition
Experimental Design for Calibration of Seedlings' Molecular Evaluation
This experiment was conducted in white horse research center of Nanjing agricultural University, Nanjing China. Seven-hundred-and-thirty-eight one-year-old healthy dormant Kyoho grape seedlings produced from cutting, produced in Laixi district of Shandong province, were randomly divided into six groups using the method of completely randomized design [69] . Each group covers 123 seedlings. The aforementioned groups consisted of Control, 1-day, 2-days, 3-day, 4-day, and 5-day, each group had 3 replicates, and each replicate contained 30 seedlings for planting and 11 for sampling. The upper parts of the seedlings (after 4th bud from ground level) were cut for equal results of vitality and survival rate comparison prior to commencing our respective research treatment. All seedlings were treated in bare roots inside the control greenhouse under 11L: 13D photoperiod, 31% average relative humidity and greenhouse temperature were adjusted in 27 • C: 22 • C day/night for 5 consecutive days. After ending each day treatments, sampling purpose seedlings were cut into four parts ( Figure 18 ). Planting purpose seedlings were planted in the pots for evaluating vitality and survival rate, the samples were collected from four buds of seedlings for RNA quality analysis, DNA quality analysis, and genes expression from 26 February to 03 March, 2019. used to determine the vitality and survival rate differences among them on molecular base. A total of 903 seedlings were used in the experiment; however, for the determination of survival rate, we selected 129 seedlings from each region, each region's seedlings had 3 replicates, 3 × 13 = 39, for sampling, and (3 × 30 = 90) seedlings for planting purpose, and the same grouping system was applied for the rest of the relevant regions' seedlings. Similarly, the upper parts of the seedlings (25mm above from 4 th bud using ordinary ruler commencing ground level) were cut in a horizontal direction by pruning scissor for growth comparison, the bud samples were collected from four parts of dormant seedlings, as shown in Figure 18 , and then immediately frozen in liquid nitrogen and stored in −80 °C [42] . Finally, planting purpose seedlings were planted in 46% peat soil + 27% pearlite + 27% vermiculite substrate inside the control greenhouse under 11L: 13D photoperiod and 31% average relative humidity, and greenhouse temperature was adjusted in 27 °C: 22 °C day/night on 20 th of February, 2019. Regularly Irrigation was performed according environmental conditions. 
DNA Isolation and Quality Analysis
Genomic DNA was isolated according to the protocol of Vazyme FastPure Plant DNA Isolation Mini Kit (Vazyme Biotech Co., Ltd., Nanjing, China). Twenty milligram bud samples were scaled accurately and ground immediately in liquid nitrogen, we then added 400 µL of Buffer A1 and 4 µL 36 .512144E, 660EL. The aforementioned seedlings were used to determine the vitality and survival rate differences among them on molecular base. A total of 903 seedlings were used in the experiment; however, for the determination of survival rate, we selected 129 seedlings from each region, each region's seedlings had 3 replicates, 3 × 13 = 39, for sampling, and (3 × 30 = 90) seedlings for planting purpose, and the same grouping system was applied for the rest of the relevant regions' seedlings. Similarly, the upper parts of the seedlings (25 mm above from 4th bud using ordinary ruler commencing ground level) were cut in a horizontal direction by pruning scissor for growth comparison, the bud samples were collected from four parts of dormant seedlings, as shown in Figure 18 , and then immediately frozen in liquid nitrogen and stored in −80 • C [42] . Finally, planting purpose seedlings were planted in 46% peat soil + 27% pearlite + 27% vermiculite substrate inside the control greenhouse under 11L: 13D photoperiod and 31% average relative humidity, and greenhouse temperature was adjusted in 27 • C: 22 • C day/night on 20th of February, 2019. Regularly Irrigation was performed according environmental conditions.
Genomic DNA was isolated according to the protocol of Vazyme FastPure Plant DNA Isolation Mini Kit (Vazyme Biotech Co., Ltd., Nanjing, China). Twenty milligram bud samples were scaled accurately and ground immediately in liquid nitrogen, we then added 400 µL of Buffer A1 and 4 µL of RNase A (10 mg/mL). Later, we vortex-mixed thoroughly and gave 65 • C water bath for 10 min. The tubes were inverted 2-3 times during the water bath process to mix the samples accurately, we then added 130 µL Buffer A2 to the mixture and placed on ice for 5 min. These tubes were centrifuged at 14,000 rpm (−18,400× g) for 10 min and transferred its supernatant to new tubes. In accordance to the protocol, we added 1.5 times the supernatant volume of Buffer A3 and mixed immediately, the mixture (including the precipitate) was transferred to FastPure gDNA Columns IV (the adsorption column was placed in the collection tube) and centrifuged at 12,000 rpm (−13,400× g) for 1 min. After the filtrate were discarded, we added 600 µL of Buffer AW, centrifuged at 12,000 rpm (−13,400× g) for 30 sec, discarded the filtrate (this step was repeated two times), and then placed the adsorption column back into the collection tubes and centrifuged at 12,000 rpm (−13,400× g) for 2 min to remove the rinse solution and prevent residual ethanol from inhibiting the downstream reaction. Last, we placed the column into a new tube and added 50 µL preheated 65 • C elution buffer to center of the adsorption column and stranded at room temperature for 3-5 min, then centrifuged at 12,000 rpm (−13,400× g) for 1 min. The extracted DNA was stored in −20 • C for downstream experiments.
Quantification of DNA was done using spectrophotometric measurement of UV absorption at wavelengths 230, 260, and 280 nm. DNA purity was determined by the optical density (OD) Values ratio OD 260 : OD 280 and OD 260 : OD 230 . These ratios give the indication of contamination of protein, polyphenol, and carbohydrate respectively [42] . The DNA concentration was calculated using formula DNA concentration (µg/mL) = OD described in [42] .
RNA Isolation and Quality Analysis
Total RNA was isolated according to the protocol of the E.Z.N.A. ® Plant RNA Kit. No. R6827-02. Kit (OMEGA bio-tek Co., Ltd., Guangzhou, China). Fifty milligram bud samples were separately ground in liquid nitrogen and immediately added 500 µL RCL Buffer into the tube, then vortex at maximum speed to mix thoroughly and then incubated at 55 • C for 3 min. We centrifuged these samples at 10,000 × g for 5 min at room temperature, cleared lysate was transferred into a gDNA Filter Column in 2 mL collection tube and centrifuged at 14,000× g for 2 min at room temperature, according to the protocol, then we added 1 volume RCB Buffer to the flow-through and vortex at maximum speed for 20 s. From the achieved mixture, we transferred 700 µL samples to HiBind ® RNA Mini Column and centrifuged at 12,000× g for 1 min, added 400 µL RWF Wash Buffer, and centrifuged at 10,000× g for 30 s. Later, we added 500 µL RNA Wash Buffer II and centrifuged at 10,000× g for 30 s (repeated two times) and the filtrated residue was discarded. The collection tube was reused and centrifuged at maximum speed for 1 min to completely dry the HiBind ® RNA Mini Column, Transferred the HiBind ® RNA Mini Column to a clean 1.5 mL micro centrifuge tube. Finally, we added 50 µL 65 • C preheated DEPC water, centrifuged at maximum speed for 1 min and stored eluted RNA at −70 • C up to downstream experiments.
Quantification of RNA was done by spectrophotometric measurement of UV absorption at wavelengths 230, 260 and 280 nm. RNA integrity and degradation were determined by OD Values ratio OD 260 : OD 280 and OD 260 : OD 230 . RNA quality was checked in 1% Agarose gel electrophoresis, the voltage was about 150 V. the photograph was taken out under the UV imaging system on Bio photometer. An equal amount of RNA was used to differentiate the quality.
cDNA Synthesis
cDNA was synthesized according to the protocol of 5X All-In-One MasterMix (with AccuRT Genomic DNA Removal) kit (abmGood Co., Ltd.). RNA Template 2 µg, AccuRT Reaction Mix (4X) 2 µL, and Nuclease-free H 2 O 4 µL were mixed, the mixture was Incubated at 42 • C for 2 min. Next, we added AccuRT Reaction Stopper (5X) 2 µL and mixed thoroughly as well as 5X All-In-One MasterMix 4 µL and Nuclease-free H 2 O 6 µL until the total reaction volume was 20 µL. The mixture was incubated at 25 • C for 10 min, then at 42 • C for 15 min. The reaction was inactivated at 85 • C for 5 min, followed by 4 • C for 2 min. Quality of cDNA was checked by spectrophotometer.
(Sq.) RT-PCR Analysis
(Sq.) RT-PCR was performed by 2 x Hieff ® PCR MasterMix with Dye. CAT: 10102ES03. The mixture was 1 µL cDNA, 1 µL forward primer, 1 µL reverse primer, 12.5 µL 2 x Hieff ® PCR Master Mix (with Dye), and 9.5 µL DEPC water in a total volume of 25 µL. The mixture was Incubated at 94 • C for 10 min, 94 • C for 30 s, 58 • C for 30 s, and 72 • C for 1 min, followed by 72 • C for 8 min and 16 • C for 2 min; steps 2, 3, and 4 were repeated as follows; 18, 21, 23, 27, and 30 cycles were used for Actin, GAPDH, UBQ, and EF1r; 27, 30 33, 36, and 39 cycles were used for Tubulin; and 12, 15, 18, 21, and 23 cycles were used for 18S rRNA.
qRT-PCR Analysis
To evaluate expression level of selected 6 HKGs, quantitative real-time polymerase chain reaction (qRT-PCR) was performed in three replicates using the cDNA samples. The qRT-PCR reaction comprised 5 µL of Hieff TM qPCR SYBR ® Green Master Mix. CAT: 11202ES03. (YEASEN), 0.4 µL of forward primer, 0.4 µL of reverse primer, 1 µL of cDNA, and 3.2 µL of RNase-free water in a total volume of 10 µL. The whole processes were conducted in a Quantagene q225 Real-Time PCR system (Kubo Tech Co., Ltd. Tianjin, China) Each gene was replicated 3 times in qRT-PCR assay, and relative gene expression was calculated using the CT value method [70] . The primers used for (Sq.) RT-PCR and qRT-PCR are listed in Table 7 . 
Statistical Analysis
The statistical analysis were calculated by IBM SPSS statistics, version 19 software (SPSS Inc., Chicago, IL, USA), and graphs were constructed using GraphPad Prism 6 software (IBMP Crop, United states of America). Significant differences were analyzed by one-way analysis of variance (ANOVA) followed by the Duncan post hoc test. Gene expression profiling was calculated using the CT value method (n = 3) [70] ; DNA and RNA quantification data are presented as mean and standard error (SE) of means (n = 3), and field data (seedlings growth) are presented as mean and standard division of means (n = 30). Different letters (marked a-g) indicated statistical differences at p < 0.05 determined by Duncan's multiple range tests as shown in respective figures and tables.
Conclusions
In this research, we applied molecular techniques to estimate dormant seedlings vitality and survival rate prior planting in the field. We found that qRT-PCR is potential applicable determiner for the vitality and survival rate at dormant state. To conclude, DNA and RNA quality analysis can roughly evaluate quality of the dormant seedlings. However, HKGs are considerable genes for determining the seedlings vitality and survival rate. The survival rate of many deciduous fruits including grapes can be estimate by applying molecular techniques using HKGs expressions at dormant stage. Therefore, these insights may help professionals to select the best source of seedlings for establishment of deciduous fruits gardens. 
